The alignment of sets of sequences and the construction of phyletic trees: an integrated method.
In this paper we argue that the alignment of sets of sequences and the construction of phyletic trees cannot be treated separately. The concept of 'good alignment' is meaningless without reference to a phyletic tree, and the construction of phyletic trees presupposes alignment of the sequences. We propose an integrated method that generates both an alignment of a set of sequences and a phyletic tree. In this method a putative tree is used to align the sequences and the alignment obtained is used to adjust the tree; this process is iterated. As a demonstration we apply the method to the analysis of the evolution of 5S rRNA sequences in prokaryotes.